Dispersal plays a central role in both the dynamics and evolution of species. Effective dispersal (i.e., 3 gene flow) attenuates genetic differences among populations and increases the genetic variability 4 within populations (Billiard & Lenormand, 2005) . Dispersal is a risky strategy as immigrants may 5 never reach a suitable habitat, or face higher mortality and lower reproductive success in the receiver Those species that escape local extinction due to habitat disappearance and which are capable of 12 (re)colonizing newly active sites may also have the capacity for long-distance effective migration. between populations, suggesting that there is high gene flow.
18
The main goal of this study was to infer the spatial and temporal distribution of genetic diversity of
19
R. exoculata from different hydrothermal vents along the Mid-Atlantic Ridge, in order to assess the 20 extent of effective population sizes, rates of dispersal and recent demographic histories at these sites.
21
We used mitochondrial cytochrome c oxidase subunit I (COI) as a molecular marker to estimate the 
Results

4
Genetic diversity and population differentiation unique haplotypes was higher (88.5 %).
19
Haplotype diversity (h) was high, ranging from 0 to 1 in populations with small sample sizes of haplotype diversity, nucleotide diversity (π 2 ) was low, ranging from 0 to 0.0033 (Table 2) . Highest with no obvious diversity trend through time. In order to dissociate a putative biological effect from 10 a sampling size effect, the random re-sampling (100 times) was therefore performed to a minimum 11 common size of 12 individuals per sampling time, and no significant differences were found in any 12 of the diversity indices over time (Table 3) .
13
No significant population differentiation was detected between any of the sampling sites or years 14 using pairwise F ST estimates (Table 4) . stage (although no observations of adults away from hydrothermal sites have been reported so far).
19
The low degree of genetic differentiation among populations may also be attributed to a relatively 20 recent common history together with large effective population sizes, which limit genetic drift
21
(Crow, 1986). The scenario of (1) high levels of gene flow and that of (2) low gene flow since a Rainbow, in agreement with a possible ongoing effect of population expansion ( episodes of expansion or one long-term expansion episode affecting the pattern of haplotype 10 diversity at both ecological and evolutionary time scales.
11
Considering the demographic history of these apparently rather young genetic lineages, which have 12 probably undergone rather recent recolonization and/or expansion events, the lack of genetic 
15
As few species have been studied so far in the MAR compared with the more extensively studied 
11
This study makes a novel contribution to our understanding of the biogeography of the Mid-Atlantic
12
Ridge by providing new insight into the population biology and biogeographic structure of a key As a service to our authors and readers, this journal provides supporting information supplied by the 6 authors. Such materials are peer-reviewed and may be re-organized for online delivery, but are not 
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